. Complete screening data of Inka2/INKA2. (A) Fold induction of the 6 candidate genes in HCT116 (left panel) or MCF10A (right panel) cells. The y-axis represents the relative fold of the median expression of ADR treated group to the maximum expression among non-treated group, as described in the screening method. (B) Fold induction of Inka2 expression in twenty-four mouse tissues. The y-axis represents the relative fold of the WX median expression to the maximum median expression among W, K and KX, as described in the screening method. (C) Levels of Inka2 mRNA in tissues not satisfying the screening criteria. RNA-seq was performed on tissues from untreated p53 wild-type (W) or knockout (K) mice, or on those dissected 24 h after irradiation with 10 Gy of X-rays (WX and KX). The expression levels are represented in fragment per kilobase million (FPKM). P-values were calculated between WX group and the group with a maximum median expression among W, K or KX by one-way ANOVA with Dunnett's post hoc test; * P<0.05, ** P<0.01 and *** Figure S4 . University of California Santa Cruz, California, United States (UCSC) Genome Browser view of TP53 or Trp53 ChIP-seq peaks obtained from (A) the ReMap 2018 database and (B) the ChIPBase database. The INKA2 (FAM212B)/Inka2 (Fam212b) gene is shown beneath the peaks, followed by promoter regions. (A) Human data are integrated with ENCODE data showing H3K4Me1, H3K4Me3 and H3K27Ac histone modification marks from 7 cell types. CpG island tracking information from UCSC is added at the bottom for both species. INKA2, inka box actin regulator. Figure S5 . The p53 binding site identified in INKA2/Inka2 is conserved across species. Sequence alignment of the human p53 binding site in INKA2 and the corresponding sequence conserved between 7 vertebrates species (human, chimpanzee, rhesus, mouse, rat, dog, and opossum) and 20 mammalian species (human, chimpanzee, bonobo, orangutan, crab-eating macaque, baboon, green monkey, proboscis monkey, golden snub-nosed monkey, rhesus, gibbon, marmoset, squirrel monkey, mouse lemur, bushbaby, tree shrew, mouse, dog, tarsier). Data were obtained from the UCSC Genome Browser. Ns and blanks represent missing nucleotides in the assemblies (see the track description from the UCSC Genome Browser 
